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CAS INDEXING IS AVAILABLE FOR THIS PATENT. 

AB Method for the genus -speci fic amplification of legionella and 

genus-specific or species-specific identification. 
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ABEN The present invention provides the nucleotide sequence of the entire 
genome of Mycoplasma genitalium, SEQ ID NO:l. The present invention 
further provides the sequence information stored on computer readable 
media, and computer-based systems and methods which facilitate its use. 
In addition to the entire genomic sequence, the present invention 
identifies protein encoding fragments of the genome, and identifies, by 
position relative to two (2) genes known to flank the origin of 
replication, any regulatory elements which modulate the expression of 
the protein encoding fragments of the Mycoplasma genitalium genome. 
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AB The title method comprises first isolating genomic DNA from the 
microorganism. Variable spacer regions lying between 
16S and 23S rRNA and 23S and 5S rRNA genes are 

amplified. The amplification process is carried out in order to amplify 
only these variable spacer regions or to amplify both these 
regions and arbitrary genomic regions in conjunction with the 
variable regions. The resulting amplified DNA fragments are 
polymorphic with respect to both size and no. in a manner which is 
specific to species, serotype, and strain. The distribution of 
polymorphic fragments is analyzed and compared to an established 
database to det. the species, serotype, and strain of the microorganism. 
The use of 15-mer PCR primers for amplification of variable 
sequences between the 16S and 23S rRNA genes for identification of 
microbial species was demonstrated. 11-Mer subsequences of the primers 
were used to amplify arbitrary genomic regions as well as the intergenic 
variable regions to further identify serotype and strain. 



